1. Introduction {#sec1-genes-09-00566}
===============

In mammals, cytosine residues are methylated at levels between 3.5 and 4.5% in adult tissues depending on the cell type; lower levels are observed in embryonic cell lines and rapidly-dividing cells \[[@B1-genes-09-00566],[@B2-genes-09-00566]\]. DNA methylation is a major chromatin regulator and an important part of the epigenome network essential for the development of mammals, which functions in concert with other epigenome modifications, most prominently histone tail modifications \[[@B3-genes-09-00566],[@B4-genes-09-00566]\]. Aberrant DNA methylation has several connections to diseases including cancer \[[@B5-genes-09-00566],[@B6-genes-09-00566]\], and DNA methylation-changing compounds are in development and clinical use for cancer treatment \[[@B7-genes-09-00566],[@B8-genes-09-00566]\].

DNA methylation mainly occurs at palindromic CpG sites (28 million sites in the case of the diploid human genome), which are methylated to 70--80%, but cytosines in non-CpG sites are methylated, as well (see below). At CpG sites, the methylation information is present in both DNA strands, meaning that after DNA replication, it can be recovered by a maintenance DNA methyltransferase with high preference for hemimethylated CpG sites, as proposed in the original maintenance DNA methylation model \[[@B9-genes-09-00566]\] ([Figure 1](#genes-09-00566-f001){ref-type="fig"}A). Here, we describe DNA methylation patterns in human and mouse DNA in the context of their evolution and compiled information on their correlation with important histone post-translational modifications. Moreover, we describe mechanistic features of mammalian DNA methyltransferases (DNMTs) that contribute to the crosstalk between DNA methylation and chromatin modifications. Finally, we describe recent advances regarding the methylation of non-CpG sites, methylation of adenine residues in human cells, and methylation of mitochondrial DNA. For more detailed reviews on DNA methylation patterns and functions of DNA methylation, refer to \[[@B9-genes-09-00566],[@B10-genes-09-00566],[@B11-genes-09-00566],[@B12-genes-09-00566],[@B13-genes-09-00566]\], and for reviews describing the enzymology of DNMTs to \[[@B14-genes-09-00566],[@B15-genes-09-00566],[@B16-genes-09-00566]\]. This review will not focus on DNA methylation in other species like plants, fungi, or arthropods, where many (though not all) of the basic processes are conserved, but additional phenomena are observed. We will also not present the details of DNA methylation recognition and processes involved in DNA demethylation. In these fields, the reader is referred to excellent alternative reviews published recently \[[@B17-genes-09-00566],[@B18-genes-09-00566],[@B19-genes-09-00566]\].

DNA methylation is introduced by a family of enzymes called DNA methyltransferases, which all use S-adenosyl-[l]{.smallcaps}-methionine as the methyl group donor (reviews: \[[@B14-genes-09-00566],[@B15-genes-09-00566],[@B16-genes-09-00566],[@B20-genes-09-00566]\]. In mammals, three active DNMTs are present. DNMT1 is a maintenance methyltransferase with high preference for hemimethylated CpG sites \[[@B14-genes-09-00566],[@B15-genes-09-00566]\]. In contrast, the DNMT3A and DNMT3B enzymes do not show preference for hemimethylated target sites, and they are involved in the de novo generation of DNA methylation patterns during germ cell development and the early embryonic phase. All mammalian DNMTs contain a C-terminal catalytic domain, which has structural and sequence homology to prokaryotic DNA-(cytosine C5)-methyltransferases and a larger N-terminal part with different domains involved in targeting and regulation ([Figure 1](#genes-09-00566-f001){ref-type="fig"}B). DNA demethylation is initiated by the action of the TET family dioxygenases, which catalyze the oxidation of methylcytosine \[[@B19-genes-09-00566]\].

Despite its overarching elegance, recent data show that the maintenance DNA methylation model cannot fully describe many data, and in fact, all enzymes (DNMT1, DNMT3, and TET enzymes) have roles in DNA methylation after replication and in the de novo generation of DNA methylation and its removal \[[@B9-genes-09-00566]\]. Therefore, the level of DNA methylation at each cytosine is described by a dynamic equilibrium between gain and loss of methylation \[[@B9-genes-09-00566]\]. The dynamic nature of DNA methylation patterns has recently been illustrated by showing that the combined knock-out of all TET enzymes leads to hypermethylation of bivalent promoters in human embryonic stem cells (ESC), which was dependent on DNMT3B binding to these sites \[[@B21-genes-09-00566]\]. Mathematical models have been developed to describe global changes of DNA methylation depending on the expression levels of DNMTs and TETs during serum-to-2i transition of ESCs \[[@B22-genes-09-00566]\] and gametogenesis \[[@B23-genes-09-00566]\]. For simulation of local site-specific methylation levels, these models have to be expanded, including the local targeting and preferences of DNMTs and TETs, binding of other proteins, and regulation of DNMTs and TETs, which would usher in a new era of quantitative epigenomics system biology.

2. Evolutionary Impact of DNA Methylation {#sec2-genes-09-00566}
=========================================

Due the presence of the methyl group, 5-methylcytosine (5mC) is more prone to deamination, resulting in thymine-guanine (TG) mismatches occurring in a CpG sequence context. This lesion cannot be repaired via the canonical uracil DNA deglycosylase pathway, which otherwise repairs deamination of cytosine, but it requires specific DNA repair enzymes including MBD4 and thymine DNA glycosylase (TGD) in human cells (review: \[[@B24-genes-09-00566]\]). However, in spite of the presence of these specialized TG mismatch base excision repair systems, the reversal of 5mC deamination is incomplete, and 5mC is mutagenic, which led to a depletion of the genome from methylated CpG sites over evolutionary times. This is illustrated by the fact that the CpG dinucleotide is currently about 4--5-times less abundant than expected on the basis of the single nucleotide frequencies in human DNA ([Figure 2](#genes-09-00566-f002){ref-type="fig"}), while GpC sites, which are not methylated, are observed roughly at expected frequencies. However, this CpG depletion did not occur (or it is less pronounced) at certain regions, so-called CpG islands (CGI). Typical definitions for CGIs are an average GC frequency of ≥50% and CpG observed/expected ratio of ≥0.6 in regions of ≥400--500 bps \[[@B25-genes-09-00566]\]. CGIs occur in the promoters of 70% of all genes, and typically, they are not methylated, explaining the local lack of CpG depletion over evolutionary times and the overall reduced depletion of CpG sites in promoters (see below for more details on the methylation of CGIs). Interestingly, the strong selection pressure on exons apparently has drastically diminished the CpG depletion in these genetic elements ([Figure 2](#genes-09-00566-f002){ref-type="fig"}).

Recently, another unexpected evolutionary impact of DNA methylation and DNMTs has been discovered by showing that different DNMTs (bacterial M.SssI and mouse DNMT3A catalytic domain) also generate low levels of 3 mC \[[@B26-genes-09-00566]\]. This modified base represents a DNA damage, which is mutagenic and results in a strong replication block. However, this lesion can be directly repaired by ALKB2 family enzymes in an oxidative process \[[@B27-genes-09-00566],[@B28-genes-09-00566]\]. Interestingly, it has been found that ALKB2 enzymes are evolutionarily connected with active DNMTs in many species, suggesting their functional relationship \[[@B26-genes-09-00566]\].

3. Genomic Distribution and Variability of DNA Methylation {#sec3-genes-09-00566}
==========================================================

Early studies have demonstrated that the DNA methylation in human DNA shows a biphasic distribution in which CpG sites are either unmethylated or fully methylated \[[@B30-genes-09-00566],[@B31-genes-09-00566]\]. Relatively few sites have intermediate methylation levels, which would point towards a heterogeneous methylation state of the corresponding CpG site in the sample. This heterogeneity can arise from cellular heterogeneity, allelic heterogeneity, cell cycle-dependent heterogeneity or fluctuating levels of methylation at one allele. A recent study showed that heterogeneous methylation largely reflects asynchronous proliferation in normal cells, while cancer cells showed more replication-independent heterogeneity \[[@B32-genes-09-00566]\]. Numerous datasets revealed that DNA methylation is also unequally distributed among genomic elements ([Figure 3](#genes-09-00566-f003){ref-type="fig"}), and it is correlated with other chromatin marks, which will be described in the following sections in more detail.

3.1. Promoter Methylation {#sec3dot1-genes-09-00566}
-------------------------

There are about 30,000 CGIs in the human genome, and about 70% of all gene promoters are connected to a CGI. CGIs correspond to only 0.67% of the overall genome, but they nevertheless contain approximately 7% of all CpG sites. Methylation of promoter CGIs in normal cells is usually restricted to stable silencing as in X-chromosome inactivation or imprinted genes, but aberrant CGI methylation is observed in cancer cells. However, non-promoter CGIs can become methylated in human tissues in a tissue-specific manner \[[@B33-genes-09-00566]\]. Moreover, in cell lines and most cancers, hundreds of CGIs are hypermethylated, and in some cases, a so-called CGI methylator phenotype (CIMP) is observed with thousands of CGIs being hypermethylated \[[@B34-genes-09-00566]\].

Promoters can be differentiated into high CpG (HCG), intermediate CpG (ICG), and low CpG (LCG) promoters, and early genome-wide DNA methylation analyses showed a clear anticorrelation of CpG density and DNA methylation \[[@B30-genes-09-00566],[@B31-genes-09-00566],[@B35-genes-09-00566]\]. Therefore, HCG and LCG usually show low and high DNA methylation, while ICGs show the most variability. These include regions flanking CGIs, so-called CGI shores, which have moderately-elevated CpG frequencies. An analysis of DNA methylation data of 30 human cell and tissue types revealed that methylation of about 20% of the CpG sites are dynamically regulated \[[@B36-genes-09-00566]\], but this number is likely to increase further as more datasets are incorporated. Most variances in DNA methylation were indeed observed in ICGs and CGI shores.

As mentioned above, CGIs are generally protected from DNA methylation. Different mechanisms appear to be involved in this process: (1) It has been shown that this protection is sequence dependent, suggesting that bound transcription factors (TFs) prevent methylation \[[@B37-genes-09-00566]\]. Mechanistically, TFs can physically preclude access of DNMTs \[[@B38-genes-09-00566]\]. Moreover, bound TFs can lead to the deposition of activating marks, particularly H3K4me2/3, which prevents binding of DNMT3 enzymes (see below). The cell type-specific binding of TFs can also explain the strong overrepresentation of regulatory elements in regions that show differential methylation during development \[[@B36-genes-09-00566]\]. In agreement with this general model, it has been shown that allele-specific methylation often occurs at regulatory sites where single-nucleotide polymorphisms between alleles cause differential binding of TFs \[[@B39-genes-09-00566],[@B40-genes-09-00566]\]. (2) CGIs can be protected from methylation by association with TET enzymes. Studies in murine ESCs \[[@B41-genes-09-00566]\], as well as human embryonic kidney cells (HEK293T) \[[@B42-genes-09-00566]\] have shown that TET1 strongly binds to CpG-rich DNA associated with high-CpG-density gene promoters and exons, and its density is positively correlated with H3K4me3 in promoter regions. Furthermore, TET2 and TET3 were shown to bind to CpG islands and promoter regions. (3) CXXC domain-containing readers of unmethylated DNA preferentially bind at CGIs, and by this, they recruit other chromatin factors to these regions, which helps to keep them unmethylated \[[@B43-genes-09-00566]\]. These domains are found in numerous chromatin factors, and they appear to be involved in their targeting to unmethylated CGIs \[[@B44-genes-09-00566]\], including the KDM2A and KDM2B H3K36-specific lysine demethylases \[[@B45-genes-09-00566]\], the KMT2A and KMT2B H3K4-specific protein lysine methyltransferases (PKMTs) \[[@B46-genes-09-00566]\], as well as TET1 and TET3 \[[@B47-genes-09-00566]\]. This model has recently been further validated experimentally by showing that CXXC domains recruit TET enzymes to unmethylated CpG-rich CGIs, leading to the DNA demethylation and protection of these regions from de novo methylation \[[@B21-genes-09-00566]\].

Methylated CGIs recruit classical MBD family readers of DNA methylation including MeCP2, MBD1, or MBD2, which establish strong repression of gene expression by containing transcriptional repression domains and forming complexes with other silencing factors including lysine deacetylases, H3K9 methyltransferases (SUV39H1) and chromatin remodelers (review: \[[@B18-genes-09-00566]\]). In addition, the SETDB1 H3K9 methyltransferase, which has a prominent role in the silencing of repeats and retrotransposons, also contains an MBD domain. However, it has become clear that MBD proteins are not exclusively involved in gene silencing. For example, MeCP2 can function as a gene activator and repressor, as shown by gene expression studies in brain regions where most target genes were found to be upregulated by MeCP2 \[[@B48-genes-09-00566],[@B49-genes-09-00566],[@B50-genes-09-00566]\]. In agreement with these findings, MeCP2 was shown to interact with DNMT3A and function as an inhibitor or stimulator of DNMT3A activity, depending on the chromatin context \[[@B51-genes-09-00566]\].

3.2. Enhancer Methylation and Influence of DNA Methylation on TF Binding {#sec3dot2-genes-09-00566}
------------------------------------------------------------------------

Enhancers functionally resemble promoters by containing binding sites for TFs, but they show depletion of CpG sites roughly corresponding to the average genome. Recently, tissue-specific DNA methylation changes have been detected mainly in enhancers during early development and postnatally, which were triggered by de novo methylation and demethylation \[[@B52-genes-09-00566]\]. Methylation of TF binding sites in CpG-poor promoters or in enhancers can have variable effects on gene expression, depending on its influence on DNA binding of the TF (repelling or enhancing) and the specific role of the TF (activating or repressing). DNA methylation can prevent the binding of several TFs \[[@B53-genes-09-00566],[@B54-genes-09-00566]\]. For example, the CTCF protein, composed of a linear array of 11 zinc finger domains, binds to DNA in a methylation-dependent manner, but methylation prevents binding only at some binding sites \[[@B55-genes-09-00566]\]. This was recently explained by structural data showing that DNA methylation only affects binding if it occurs at one particular position within the consensus binding site \[[@B56-genes-09-00566]\]. However, DNA methylation can also promote DNA binding of TFs \[[@B53-genes-09-00566],[@B54-genes-09-00566]\]. For example, there is a group of C2H2 zinc finger proteins that bind methylated DNA in a sequence-dependent manner \[[@B57-genes-09-00566],[@B58-genes-09-00566]\]. One of them is Kaiso, which interacts with the N-CoR repression complex. Another member of this group is ZFP57, a KRAB zinc finger, which recruits the KAP1 corepressor to methylated imprinting control regions. At the cellular level, the modulation of the DNA binding of chromatin-organizing proteins like CTCF and cohesins by DNA methylation has been connected to altered genome structure and cancer \[[@B59-genes-09-00566]\]. So-called pioneering TFs were shown to bind to heterochromatic and methylated enhancers, leading to their activation, which is accompanied by a slow loss of DNA methylation \[[@B60-genes-09-00566]\]. These processes are essential steps in the differentiation of cell lineages. Similarly, KLF4 binding to methylated target sites was shown to mediate gene activation \[[@B61-genes-09-00566]\].

In agreement with an activating role of DNA methylation at some enhancers, it has been shown that H3K27 acetylation and DNA methylation can co-exist at enhancers. These bivalent enhancers were shown to lose acetylation after removal of DNA methylation, implying that DNA methylation was needed for the maintenance of the acetylation mark \[[@B62-genes-09-00566]\]. Recently, the binding of DNMT3A and DNMT3B to enhancers was studied, showing that both proteins associate with most active enhancers in epidermal stem cells \[[@B63-genes-09-00566]\]. This binding was dependent on H3K36me3, suggesting that it is mediated by the PWWP domain binding to this mark \[[@B15-genes-09-00566],[@B16-genes-09-00566]\]. Interestingly, both DNMT3 proteins differ in their effects on enhancer DNA modification. DNMT3B was shown to be involved in enhancer body methylation, while DNMT3A was shown to cooperate with TET2, promoting enhancer DNA hydroxymethylation. Interestingly, both DNMT3A and DNMT3B are required for enhancer activity and enhancer RNA production, illustrating the dual regulatory potential of DNA methylation for gene repression and activation.

3.3. Repeat Methylation {#sec3dot3-genes-09-00566}
-----------------------

DNA methylation levels of repeats are generally high, in line with the classical function of DNA methylation to repress the transcriptional activity of repeats and thereby protect genome integrity. There are four classes of highly abundant repeat elements in the human genome: Short Interspersed Nuclear Elements (SINEs), Long Interspersed Nuclear Elements (LINEs), Long Terminal Repeats (LTRs), and DNA transposons ([Table 1](#genes-09-00566-t001){ref-type="table"}). All of them show depletion of CpG sites. DNA methylation at repeats varies through development, and ES cells often show reduced repeat methylation levels. In the case of SINE elements, it has been observed that their methylation in ES cells reflects the effect of CpG density on DNA methylation levels in the general genome. CpG-rich SINE elements, which are relatively rare, tend to show low methylation, while CpG-poor elements, which are more abundant, show high methylation \[[@B30-genes-09-00566]\]. Recently, the repressive role of DNA methylation on repeats has been experimentally documented by showing that treatment of cells with DNMT inhibitors leads to the derepression of LTRs \[[@B64-genes-09-00566],[@B65-genes-09-00566]\].

Targeting of repetitive DNA in part depends on SETDB1 (also known as ESET or KMT1E), a histone H3K9 lysine methyltransferase that generates H3K9me3 in euchromatic regions \[[@B67-genes-09-00566]\]. It forms a complex with KAP-1 (also called TRIM28) that can further interact with KRAB zinc finger proteins, which are involved in the recognition and silencing of repeats and transposons \[[@B68-genes-09-00566],[@B69-genes-09-00566]\]. Moreover, it associates with additional silencing factors including DNMT3A \[[@B70-genes-09-00566]\]. The KAP-1/SETDB1 complex is required for silencing of LTR retroviruses, and it has also been connected to H3K9 methylation of LINE elements (see the references provided in \[[@B67-genes-09-00566]\]). Targeting of repetitive DNA in the mammalian germline is also dependent on the piRNA pathway \[[@B71-genes-09-00566]\], but the details of this process are not known.

3.4. DNA Methylation Canyons {#sec3dot4-genes-09-00566}
----------------------------

Genome-wide DNA methylation analyses unexpectedly revealed the existence of a new class of large hypomethylated regions, which were called canyons or DNA methylation valleys \[[@B72-genes-09-00566],[@B73-genes-09-00566]\]. These regions typically span up to 1 MB and contain several CGIs interrupted by DNA with lower CpG content. DNA methylation canyons are conserved among cell types and species and uniquely enriched for TF binding sites and developmental regulatory genes. Canyon borders were shown to be marked by 5-hydroxymethyl cytosine (5hmC), and they become eroded in the absence of DNMT3A \[[@B73-genes-09-00566]\], suggesting that the edges of these canyons represent regions where active DNA methylation, hydroxymethylation, and demethylation are in a dynamic steady-state.

4. Relation of DNA Methylation and Chromatin Marks {#sec4-genes-09-00566}
==================================================

4.1. H3K4me3 {#sec4dot1-genes-09-00566}
------------

Early genome-wide DNA methylation analyses revealed one of the most striking features of DNA methylation patterns, that DNA methylation is strongly anticorrelated with H3K4me2/3 \[[@B30-genes-09-00566],[@B31-genes-09-00566]\], a finding that has been reproduced in several follow-up studies ([Figure 3](#genes-09-00566-f003){ref-type="fig"} and [Figure 4](#genes-09-00566-f004){ref-type="fig"}). H3K4me3 marks active promoters with high occupancy of RNA polymerase II, also showing elevated levels of H3K79me3 ([Figure 4](#genes-09-00566-f004){ref-type="fig"}). Low DNA methylation of these regions is in agreement with the fact that the ATRX-DNMT3-DNMT3L (ADD) domains of DNMT3A, DNMT3B, and DNMT3L cannot bind to the H3 tail di- or tri-methylated at H3K4 \[[@B15-genes-09-00566],[@B16-genes-09-00566]\]. Moreover, the DNMT3 enzymes require binding of the K4 unmodified tail to their ADD domain to activate the catalytic center, such that DNMT3 enzymes aberrantly bound at H3K4me2/3 regions would remain catalytically inactive.

By this mechanism, H3K4 methylation in active promoters protects these regions from DNA methylation. Mechanistically, the ADD binding of DNMT3 proteins is also disrupted for example by acetylation of K4 or phosphorylation of T3 and T6 \[[@B74-genes-09-00566]\]. The functional role of the readout of these chromatin marks has been studied experimentally by designing of DNMT3A variants with mutated ADD domains that were no longer sensitive towards K4 methylation or T6 phosphorylation \[[@B75-genes-09-00566]\]. Expression of these DNMT3A mutants in cells perturbed the differentiation program of ESC, and it led to chromosomal instability. The prominent role of the ADD domain in the targeting of DNMT3 enzymes has recently also been confirmed at enhancers of pluripotency genes, where it was shown that LSD1-dependent demethylation was necessary for DNMTA binding, which led to enhancer methylation \[[@B76-genes-09-00566]\].

4.2. H3K36me3 {#sec4dot2-genes-09-00566}
-------------

H3K36me3 accumulates in the bodies of expressed genes where it is introduced by the SETD2 PKMT, which is recruited by the RNAPII phosphorylated at Ser2 and Ser5 in the C-terminal tail \[[@B77-genes-09-00566],[@B78-genes-09-00566]\]. DNA methylation in gene bodies is also particularly high \[[@B79-genes-09-00566]\], which is in agreement with the binding of the DNMT3A and DNMT3B PWWP domains to the H3K36 methylation mark \[[@B15-genes-09-00566],[@B16-genes-09-00566]\]. Within gene bodies, H3K36me3 and DNA methylation are correlated with gene expression, while H3K27me3 and H3K9me3 are anticorrelated with expression ([Figure 3](#genes-09-00566-f003){ref-type="fig"} and [Figure 5](#genes-09-00566-f005){ref-type="fig"}). Using a DNMT3B knock-out mouse ES cell line, it was shown that intragenic DNA methylation is deposited by DNMT3B \[[@B80-genes-09-00566]\], while the potential role of DNMT3A in this process has remained unclear. Gene body DNA methylation by DNMT3B was shown to be dependent on SETD2-deposited H3K36me3 as expected from the PWWP domain binding this mark \[[@B81-genes-09-00566]\]. Intragenic DNA methylation has several functions including the regulation of alternative promoters \[[@B82-genes-09-00566]\] and alternative splicing \[[@B83-genes-09-00566]\], as well as prevention of intragenic transcription initiation \[[@B81-genes-09-00566]\], which are in line with the general functions of gene body H3K36 methylation \[[@B77-genes-09-00566]\]. It is currently unclear if H3K36me3 binding only has a recruiting function for DNMT3 enzymes or if it also regulates their activity. Strikingly, some studies provided evidence that the gene body methylation even has a direct stimulatory role on gene expression by unknown mechanisms \[[@B84-genes-09-00566],[@B85-genes-09-00566]\]. Another interesting question is the slightly lower DNA methylation in exons when compared to introns that so far has escaped mechanistic and functional explanation. One possible explanation for this observation could be that exons are more CpG-rich than introns.

4.3. H3K27me3 {#sec4dot3-genes-09-00566}
-------------

The relationship of DNA methylation with the Polycomb H3K27me3 mark is complex and ambivalent, because different studies have provided evidence that both marks can either act together or antagonistically. The complex interplay of DNA methylation and H3K27me3 at CGIs is illustrated in [Figure 4](#genes-09-00566-f004){ref-type="fig"} showing that highly methylated CGIs in HEK293 cells are depleted from H3K27me3, but CGIs with medium methylation levels show a slight enrichment of H3K27me3. In gene bodies, H3K27me3 seems to be anticorrelated with DNA methylation ([Figure 5](#genes-09-00566-f005){ref-type="fig"}).

Early studies showed an interaction of DNMTs and PRC2 (the PKMT complex that generates H3K27me3) \[[@B86-genes-09-00566]\] and demonstrated that H3K27me3 marked genes are targets for aberrant DNA methylation in cancer cells and cell lines \[[@B31-genes-09-00566],[@B87-genes-09-00566],[@B88-genes-09-00566]\]. Later, genome-wide studies in ES cells with knock-out of all DNMTs that are lacking DNA methylation revealed a reduction in localized H3K27me3 peaks, in agreement with the model of a synergistic function of DNA methylation and H3K27me3 \[[@B89-genes-09-00566]\]. A synergistic function of DNA methylation and H3K27me3 is also supported by the fact that both are enriched at the inactive X-chromosome, where they lead to its transcriptional silencing (review: \[[@B90-genes-09-00566]\]), and by the recent report that PRC2 preferentially binds CG-rich and CpG methylated DNA in vitro \[[@B91-genes-09-00566]\].

On the other side, a combined chromatin immunoprecipitation (ChIP)-bisulfite study revealed an antagonism of both marks at CpG islands \[[@B89-genes-09-00566]\]. In line with this result, other studies found that PRC2 binds to unmethylated, but not to methylated genomic regions, and disruption of DNA methylation leads to the appearance of H3K27me3 at the previously methylated CGIs (review: \[[@B92-genes-09-00566]\]). The global antagonism of these modifications was also confirmed by showing that DNA methylation valleys contain broad regions of H3K27me3 \[[@B72-genes-09-00566]\]. It was found that binding of the Polycomb protein, which is part of the PRC1 complex, indeed promotes the hypomethylation of DNA methylation valleys, likely by the regulation of TET enzymes \[[@B93-genes-09-00566]\].

4.4. H3K9me3 {#sec4dot4-genes-09-00566}
------------

Historically, H3K9me3 is tightly connected with DNA methylation, because the *Neurospora crassa* Dim5 enzyme, one of the first-discovered H3K9-specific PKMTs \[[@B94-genes-09-00566]\], was found in a screen for mutations with reduced DNA methylation. In mammals, both marks are known to be enriched in heterochromatin, but their connection is not yet fully understood. Knock-out of SUV39H1 and SUV39H2 in ESCs has been shown to cause reduced DNA methylation at major satellite repeats, but not at other different repeat elements \[[@B95-genes-09-00566]\]. Early studies have shown targeting of DNMT3B to heterochromatic sites by HP1 alpha, an H3K9me3 reader \[[@B96-genes-09-00566]\]. However, the lack of reduction of CpA methylation (which can only be deposited by DNMT3 enzymes) in SUV39 double-knock-out cells \[[@B95-genes-09-00566]\] suggested that the connection of H3K9me3 and DNA methylation is rather mediated by DNMT1. One candidate for this function is UHRF1 \[[@B97-genes-09-00566]\], which is an essential factor for DNA methylation in mammals \[[@B15-genes-09-00566],[@B16-genes-09-00566]\]. It was discovered in 2007 that UHFR1 co-localizes with DNMT1 and PCNA at replicating heterochromatic regions during mid- to late S-phase, and the association of DNMT1 with chromatin was lost in UHFR1 knock-out (KO) cells \[[@B98-genes-09-00566],[@B99-genes-09-00566]\]. UHFR1 KO is embryonically lethal in mice, and UHRF1-deficient embryos showed strongly reduced levels of genome-wide DNA methylation, indicating that UHRF1 has an essential role in the maintenance of DNA methylation. These observations led to a model that UHFR1 recruits DNMT1 to replicated hemimethylated DNA to facilitate its efficient re-methylation. Since this impressive discovery, the structural, mechanistic, and functional details of the DNMT1-UHRF1 interaction have been a subject of very intense investigation. Like DNMT1, UHRF1 is a large multidomain protein \[[@B15-genes-09-00566]\]. UHRF1 stimulates the catalytic activity of DNMT1 by an interaction with the DNMT1 RFT domain, which opens the auto-inhibited conformation \[[@B100-genes-09-00566],[@B101-genes-09-00566]\].

UHRF1 binds to hemimethylated DNA with its SET- and RING-associated (SRA) domain, and its tandem Tudor domain (TTD) and plant homeodomain (PHD) bind H3-tails containing H3K9me3 and unmodified H3R2 in a cooperative reaction \[[@B102-genes-09-00566],[@B103-genes-09-00566]\]. H3K9me3 binding of UHRF1 was required for the localization of UHRF1 to heterochromatin and for maintenance of DNA methylation, since a mutation in TTD, which prevents binding of UHRF1 to H3K9me3, abolished both functions \[[@B97-genes-09-00566],[@B104-genes-09-00566]\]. Similarly, disruption of H3R2 binding by the PHD domain abolished DNA methylation by DNMT1 in cells \[[@B83-genes-09-00566]\]. The reduction of H3K9me2 and UHRF1 observed during global demethylation in the serum-to-2i transition in ESCs was also suggestive of a connection of both processes \[[@B22-genes-09-00566]\]. However, recently, knock-in of a UHRF1 gene with the mutated H3K9me3 binding site into *Uhfr1* deletion cells led to an almost complete recovery of DNA methylation, suggesting that the H3K9me3 binding site of UHRF1 alone is not essential for DNA methylation \[[@B105-genes-09-00566]\]. UHRF1 binding also mediates the crosstalk of DNA methylation with asymmetrically-dimethylated H3R2, which is introduced by PRMT6. PRMT6 functions as a negative regulator of DNA methylation, because the H3R2 methylation interferes with UHRF1 binding \[[@B106-genes-09-00566]\]. By this mechanism, overexpression of PRMT6 in cancer cells could be connected to the global DNA hypomethylation often observed in these cells.

Interestingly, elevated DNA methylation is apparently not accompanied by increased H3K9me3 in promoter CGIs; however, promoter CGI methylation is strongly correlated with H4K20me3 ([Figure 4](#genes-09-00566-f004){ref-type="fig"}). H4K20me3 is another heterochromatic chromatin modification, deposited by the SUV420H1 and SUV420H2 PKMTs \[[@B107-genes-09-00566]\]. Its role at promoters and the molecular mechanism of its connection with DNA methylation at these sites has not yet been well investigated. In gene bodies, DNA methylation and H3K9me3 are anticorrelated ([Figure 5](#genes-09-00566-f005){ref-type="fig"}).

4.5. Chromatin Remodeling and DNA Methylation {#sec4dot5-genes-09-00566}
---------------------------------------------

Historically, chromatin remodeling has been very tightly connected to DNA methylation, because in an *Arabidopsis thaliana* screen for mutants with lost DNA methylation, the first discovered mutation did not affect a DNA methyltransferase, but the *Ddm1* gene, a putative chromatin remodeler. The mammalian Ddm1 homolog is called HELLS (previously also LSH), and it was shown to be essential for DNA methylation \[[@B108-genes-09-00566],[@B109-genes-09-00566]\]. HELLS is an SNF2 ATPase protein and putative chromatin remodeler, and its ATPase activity was indeed shown to be necessary for chromatin binding and stimulation of DNA methylation \[[@B110-genes-09-00566],[@B111-genes-09-00566]\]. The close connection of DNA methylation and chromatin remodeling can be understood on the basis of the structures of DNMT1 \[[@B112-genes-09-00566]\] and DNMT3A \[[@B113-genes-09-00566]\] in complex with DNA, because both complexes show that DNMT binding would not be possible to nucleosomal DNA. This conclusion is in agreement with experimental data showing that DNA bound to nucleosomes is not efficiently methylated by DNMTs \[[@B114-genes-09-00566],[@B115-genes-09-00566],[@B116-genes-09-00566],[@B117-genes-09-00566]\]. Along the same lines, it was demonstrated that nucleosomal DNA can only be methylated by DNMT1 in the presence of chromatin remodelers \[[@B118-genes-09-00566]\].

Immunodeficiency-centromeric instability-facial anomalies syndrome (ICF) is a hereditary disease characterized by reduced DNA methylation of pericentromeric heterochromatic repeats mainly in chromosomes 1, 9, and 16, which was initially connected to loss or reduction of function mutations in the DNMT3B DNA methyltransferase \[[@B119-genes-09-00566],[@B120-genes-09-00566]\]. Recently, it was shown that in addition to DNMT3B mutations, also mutations in HELLS and the ZBTB24 and CDCA7 Zinc finger proteins can cause ICF \[[@B121-genes-09-00566],[@B122-genes-09-00566]\]. ZBTB24 has been shown to promote CDCA7 transcription \[[@B123-genes-09-00566]\], and the complex of HELLS and CDCA7 recently has been shown to have chromatin remodeling activity \[[@B124-genes-09-00566]\]. These data suggest that the remodeling activity of HELLS/CDCA7 indeed could be necessary for DNMT3B methylation of the pericentromeric heterochromatic repeats.

5. Additional DNA Methylation Events {#sec5-genes-09-00566}
====================================

5.1. Non-CpG Methylation: Enzymes, Patterns, and Role {#sec5dot1-genes-09-00566}
-----------------------------------------------------

Despite clear evidence for the existence of non-CpG methylation in human DNA for a long time, its presence has been documented only during recent years. The reason for this is that it generally occurs at low levels in mammals, which makes it technically difficult to discriminate true non-CpG methylation from incomplete conversion, a regular artifact in bisulfite DNA methylation analysis. Biochemical studies showed that non-CpG methylation can be introduced by DNMT3 enzymes, which have a relaxed specificity \[[@B14-genes-09-00566]\]. However, DNMT1, the most active and important DNMT in mammals, shows an exquisite specificity and is unable to methylate non-CpG sites \[[@B125-genes-09-00566]\]. Therefore, while CpG methylation is efficiently duplicated after each cell division, this is not true for non-CpG methylation which must be generated de novo after each DNA replication. Interestingly, this is also true for CHG sites (where H stands for A, T or C), although they are palindromic and contain the methylation information in both DNA strands. In spite of this, DNA methylation at these sites is not "directly maintained", because in mammals there is no DNMT with specificity for hemimethylated CHG sites. Methylation analyses in DNMT KO cell lines clearly demonstrated that DNMT3 enzymes are indeed responsible for non-CpG methylation \[[@B95-genes-09-00566]\]. Consequently, non-CpG methylation is mainly found in tissues with high expression of DNMT3 enzymes like embryonic tissues and neurons, where the lack of cell division also favors the stable presence of non-CpG methylation. Non-CpG methylation is observed at levels \>2% of sites in neurons and at \>1% in frontal cortex and embryonic cells \[[@B126-genes-09-00566]\]. In the genome, it is enriched in gene bodies and transposons. Interestingly, non-CpG methylation mainly occurs in a CAG context in ES cells and in early development, while in differentiated neurons, mainly CAC methylation is observed \[[@B126-genes-09-00566]\]. Studies in mouse DNMT KO ES cells after re-expression of DNMT3A or DNMT3B revealed that DNMT3A preferred introduction of CAC methylation, while DNMT3B was more active in CAG methylation \[[@B127-genes-09-00566]\], which is in agreement with the general observation that DNMT3B has a role in early development and that DNMT3A is highly expressed in brain tissues.

In the brain, CpG and non-CpG (mainly CA) methylation are observed in the gene bodies of long MeCP2 repressed genes \[[@B128-genes-09-00566]\]. Disruption of CA methylation by conditional DNMT3A knock-out revealed that CA methylation is critical for binding of MeCP2 and repression of long genes \[[@B129-genes-09-00566]\]. In another study, binding of MeCP2 to non-CpG methylated DNA was found to regulate gene expression in both directions in adult mouse brain \[[@B130-genes-09-00566]\]. A recent study has investigated the distribution of non-CpG methylation on the active and inactive X-chromosome in murine frontal cortex cells showing that non-CpG methylation was enriched in the active X-chromosome and one transcriptionally-active region of the inactive X-chromosome \[[@B131-genes-09-00566]\], similarly as shown for gene body methylation on the active X-chromosome previously \[[@B35-genes-09-00566]\]. While this distribution is easily explained by the transcription-dependent targeting of DNMT3 enzymes via H3K36me3 binding of the PWWP domains, it raises interesting new questions regarding the role and function of non-CpG methylation in mammals.

5.2. Rare Methylation Events: Controversies about 6mA and Mitochondrial DNA Methylation {#sec5dot2-genes-09-00566}
---------------------------------------------------------------------------------------

In bacteria, two additional types of naturally-methylated nucleobases occur in DNA, namely 6-methyladenine (6mA) and 4-methylcytosine. For decades, it has been discussed whether particularly the 6mA modification also exists in the DNA of high eukaryotes \[[@B132-genes-09-00566]\]. With the development of more sensitive liquid-chromatography coupled mass spectrometry (LC-MS) detection systems, several papers recently reported the presence of 6mA in higher eukaryotes including *C. elegans* (0.013--0.39% mdA/dA = 130--3900 ppm, depending on growth conditions) \[[@B133-genes-09-00566]\], *Drosophila* (10--70 ppm) \[[@B134-genes-09-00566]\], *Xenopus* (0.9 ppm) \[[@B135-genes-09-00566]\], and mouse ES cells and tissues (6--7 ppm) \[[@B123-genes-09-00566]\]. In a more recent paper based on antibody detection, mass spectrometry and single-molecule real-time sequencing reported 6mA levels of 510 ppm \[[@B136-genes-09-00566]\]. Clearly, even the highest estimates of 6mA in human DNA are below 10^6^ modified adenine residues per diploid genome, indicating that it is a rare modification. The presence of 6mA in mouse DNA has recently been reexamined using highly sophisticated quantitative LC-MS methods \[[@B137-genes-09-00566]\]. These authors did not find evidence for 6mA in mouse ES cells and tissues with a detection limit of 0.35 ppm. They also reported 6mA contaminations in commercial enzyme preparations and highlighted the possibility of 6mA contamination via bacterial DNA (from skin or gut) or after ingestion of bacterial DNA and incorporation of 6mA into the DNA through the salvage pathway. More carefully-controlled experiments and cross-lab validations will be necessary to clarify this question.

A similar controversy exists about mitochondrial DNA methylation, where papers presented evidence in favor of its existence (mostly based on bisulfite conversion coupled with sequencing) \[[@B138-genes-09-00566]\]. Mitochondrial DNA methylation had been connected with a mitochondrial isoform of DNMT1 \[[@B139-genes-09-00566]\], which is in apparent disagreement with another paper reporting that mitochondrial DNA methylation occurs at GpC (not CpG) sites \[[@B140-genes-09-00566]\], because DNMT1 is a strict CpG methyltransferase. Different recent bisulfite conversion studies coupled with deep sequencing provided evidence that most mitochondrial DNA methylation signals may be caused by technical artifacts of the bisulfite sequencing technology \[[@B141-genes-09-00566],[@B142-genes-09-00566]\]. These controversies illustrate that particularly in the cases of low to very low methylation levels, powerful controls must be included in any analysis, and the biological relevance of potential methylation events must be rigorously assessed.

6. Outlook {#sec6-genes-09-00566}
==========

DNA methylation is an essential part of the chromatin modification network, also comprising several covalent histone protein post-translational modifications. All these modifications are highly interconnected, because the writers and erasers of one mark (DNMTs and TETs in the case of DNA methylation) are directly or indirectly targeted and regulated by other marks. Our understanding of the properties of this epigenome network are still immature, and many more experiments investigating individual functional connections between the chromatin marks, but also the global effects will be needed for a detailed quantitative description of this network. In the specific case of DNA methylation, we need to understand better how epigenome marks and chromatin structure target and regulate DNMTs and TET enzymes. A better understanding of the functional connections between different epigenome marks will greatly improve our understanding of developmental processes and finally also propel our abilities in epigenome editing, a bioengineering approach aiming at the durable editing of individual chromatin marks like DNA methylation specifically at defined genome loci, which has many promising applications both in basic research and in molecular medicine \[[@B143-genes-09-00566],[@B144-genes-09-00566]\].

The following documents are available online at <http://www.mdpi.com/2073-4425/9/11/566/s1>. Supplemental text 1: Sources of the datasets shown in [Figure 4](#genes-09-00566-f004){ref-type="fig"}.

###### 

Click here for additional data file.
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![Cycle of DNA methylation and domain structure of DNMTs. (**A**) Cycle of DNA methylation in human cells (adapted from \[[@B9-genes-09-00566]\]). DNA methylation patterns are generated by de novo methyltransferases and kept through DNA replication by maintenance methylation. DNA methylation can be lost through passive or active demethylation (abbreviations: TET, ten eleven translocation enzyme; TDG, thymine-DNA glycosylase). (**B**) Domain structure of the mammalian DNMTs DNMT1, DNMT3A, and DNMT3B. DNMT3L is a catalytically-inactive member of the DNMT3 family, which has regulatory roles \[[@B15-genes-09-00566]\]. The human DNMT1, DNMT3A, DNMT3B, and DNMT3L proteins consist of 1616, 912, 853, and 387 amino acid residues, respectively. Abbreviations used: DMAPD, DNA methyltransferase-associated protein 1 interacting domain; PBD, PCNA binding domain; NLS, nuclear localization signal; RFTD, replication foci targeting domain; CXXC, CXXC domain; BAH1 and BAH2, bromo-adjacent homology domains 1 and 2; GK~n~, glycine lysine repeats; PWWP, PWWP domain; ADD, ATRX-DNMT3-DNMT3L domain (reprinted from \[[@B15-genes-09-00566]\] with permission).](genes-09-00566-g001){#genes-09-00566-f001}

![Depletion of CpG dinucleotides in defined genomic elements tabulated for human chromosome 1 \[[@B29-genes-09-00566]\]. Abbreviations used: CpG~exp~, expected number of CpG sites (based on the nucleotide composition); CpG~obs~, observed number of CpG sites.](genes-09-00566-g002){#genes-09-00566-f002}

![Exemplary DNA methylation levels in mouse hematopoietic stem cells in various genome regions (data taken from \[[@B11-genes-09-00566]\]). CGI: CpG islands, UTR: untranscribed region, SINE: Short Interspersed Nuclear Elements, LINE: Long Interspersed Nuclear Elements, LTR: Long Terminal Repeat](genes-09-00566-g003){#genes-09-00566-f003}

![Compilation of DNA methylation density with the density of other chromatin marks in annotated CGIs in HEK293 cells (see [Supplementary Text 1](#app1-genes-09-00566){ref-type="app"} for the data sources).](genes-09-00566-g004){#genes-09-00566-f004}

![Compilation of DNA methylation density and the density of other chromatin marks in gene bodies in HEK293 cells (see [Supplementary Text 1](#app1-genes-09-00566){ref-type="app"} for the data sources).](genes-09-00566-g005){#genes-09-00566-f005}

genes-09-00566-t001_Table 1

###### 

Properties and DNA methylation levels of different repeat types in various cell types. Data taken from \[[@B66-genes-09-00566]\]. The ranges of methylation levels represent the 25th and 75th percentiles. H1 is a human ES cell line; IMR90 are human fetal fibroblasts. Mouse hematopoietic stem cell (mHSC) data were taken from \[[@B11-genes-09-00566]\].

  Repeat Type         Total Number   Mean Length (bps)   Mean GC Content   Mean CpG~exp/obs~   DNA Methylation
  ------------------- -------------- ------------------- ----------------- ------------------- -----------------
  SINE                1,426,563      244                 0.50              2.98                H1: 81.4--90.2
  IMR90: 62.8--90.9                                                                            
  mHSC: 90.0                                                                                   
  LINE                947,779        578                 0.38              4.01                H1: 82.6--90.7
  IMR90: 41.9--88.4                                                                            
  mHSC: 88.53                                                                                  
  LTR                 530,763        443                 0.44              4.84                H1: 81.4--90.7
  IMR90: 37.2--83.7                                                                            
  mHSC: 89.79                                                                                  
  DNA Transposon      273,586        272                 0.40              3.63                H1: 83.7--91.9
  IMR90: 45.4--90.7                                                                            
